standards (Hansell laboratory, RSMAS University Miami, USA) were used for calibration and 138 quality control, and ultrapure water as a blank. Laboratories Inc., Carlsbad, CA, USA). DNA concentrations and purity were measured 143 spectrophotometrically. Presence of bacterial and archebacterial 16S rRNA gene was in the 144 extracted metagenome was verified following previous method (Dhal and Sar, 2014) . In order to 145 classify taxonomically both bacterial and archaeal community structure simultaneously, 146 sequencing of V4-V5 hypervariable regions of 16S rRNA gene were generated using primers Primer sequences were removed using cutadapt from the raw paired-end reads (Martin, 2011) .
152
The primer-trimmed sequences are available on Sequence Read Archive (SRA) (accession no. 
174
To assess the differences in community structure between two sampling sites (beta-diversity),
175
Bray-Curtis dissimilarities were calculated using the relative OTU abundances and also non-176 metric multidimensional scaling (NMDS) plot was produced. Analysis of similarity (ANOSIM) 177 was calculated to assess the separation of bacterial communities between the two sites. P-values 178 of all multiple pairwise comparisons were adjusted using the false discovery rate (fdr) correction 179 method by Benjamini and Hochberg (1995 (Table 1 ; Table S1 ). The PCA ordination (Fig 2) showed that first two principal 202 components (PC1 and PC2) represented 74.4% of data variation among sites. PC1 alone 203 represents 60.1% of total variation and influenced by most of the measured parameters, while pH 204 showed a strong correlation with PC2 ( Fig S1) . Noteworthy to mention, the samples were 205 separated into two clusters by PC1. One cluster is mainly composed with the samples from ISM relative abundance, respectively (Fig S4) .
237

Environmental drivers of bacterial communities 238
At OTU resolution level also, distinct microbial communities were observed between OMW and 239 ISM based on changes in community structure (beta diversity) which is quantified by non-metric 240 multidimensional scaling (NMDS) plot by calculating Bray-Curtis dissimilarly (Fig 6) . This 241 pattern is confirmed by the ANOSIM test that indicated a significant difference in microbial 242 community structure between ISM and OMW (ANOSIM, R = 0.24, p < 0.001). Redundancy 243 analyses attempted to identify the water quality parameters that had strong explanatory power for 244 microbial communities. We observed that total nitrogen (TN) and dissolved inorganic nitrogen explaining 7% microbial variation of this site ( Table 2) . 
